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Biomarkers in melanoma
Abstract
Biomarkers are tumour- or host-related factors that correlate with tumour biological behaviour and
patient prognosis. High-throughput analytical techniques--DNA and RNA microarrays--have identified
numerous possible biomarkers, but their relevance to melanoma progression, clinical outcome and the
selection of optimal treatment strategies still needs to be established. The review discusses a possible
molecular basis for predictive tissue biomarkers such as melanoma thickness, ulceration and mitotic
activity, and provides a list of promising new biomarkers identified from tissue microarrays that needs
confirmation by independent, prospectively collected clinical data sets. In addition, common predictive
serum biomarkers--lactate dehydrogenase, S100B and melanoma-inhibiting activity--as well as selected
investigational serum biomarkers such as TA90IC and YKL-40 are also reviewed. A more accurate,
therapeutically predictive classification of human melanomas and selection of patient populations that
would profit from therapeutic interventions are among the major challenges expected to be addressed in
the future.
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Biomarkers are tumour- or host-related factors that correlate with tumour biological behaviour and patient prognosis.
High-throughput analytical techniques—DNA and RNA microarrays—have identified numerous possible biomarkers,
but their relevance to melanoma progression, clinical outcome and the selection of optimal treatment strategies still
needs to be established. The review discusses a possible molecular basis for predictive tissue biomarkers such as
melanoma thickness, ulceration and mitotic activity, and provides a list of promising new biomarkers identified from
tissue microarrays that needs confirmation by independent, prospectively collected clinical data sets. In addition,
common predictive serum biomarkers—lactate dehydrogenase, S100B and melanoma-inhibiting activity—as well as
selected investigational serum biomarkers such as TA90IC and YKL-40 are also reviewed. A more accurate,
therapeutically predictive classification of human melanomas and selection of patient populations that would profit
from therapeutic interventions are among the major challenges expected to be addressed in the future.
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introduction
Biomarkers are tumour- or host-related factors that correlate
with tumour biological behaviour and patient prognosis. In
a very general sense, a biomarker describes any measurable
diagnostic indicator that is used to assess the risk or presence of
disease. For example, current prognostic biomarkers based on
the conventional American Joint Committee on Cancer (AJCC)
staging system (TNM) are Breslow tumour thickness, presence
of ulceration and extent of nodal involvement for primary
cutaneous melanoma, as well as serum lactate dehydrogenase
(LDH) and site of metastases for distant metastatic disease.
Modern personalised medicine intends to use individual
molecular markers and patterns of markers to subdivide
traditional tumour stages into subsets that behave differently
from each other. In melanoma, sentinel node status might be
the most relevant information for selection of adjuvant therapy.
In some instances, biomarkers can predict the effect of an
intervention, most commonly a systemic treatment. In other
situations, unfortunately rare in oncology, the biomarker serves
as a reliable indicator of the treatment response. Tests for
hormone receptors (estrogens and progesterone) are some of
the most long-standing predictive biomarker assays for
treatment selection in breast and prostate cancers; recently, the
FDA approved assays for HER2, epidermal growth factor
receptor and KIT [1]. In addition, many new targeted agents
such as imatinib and cetuximab are effective only if their
respective molecular markers are available for pharmaceutical
intervention.
In melanoma, prognostic biomarkers are needed that would
help to refine the risk of progression and assess the outcome
[2]. Recent developments have uncovered complex patterns of
distinct molecular aberrations underlying the oncogenesis of
melanoma [3]. Current molecular information indicates that
melanoma should be viewed as a heterogeneous group of
disorders with molecularly distinct defects in important cellular
processes that include cell cycle regulation, cell signalling, cell
adhesion, cell differentiation and cell death [4]. The
heterogeneity of these molecular signatures has two
important implications: first, it accentuates the need for
individualisation of melanoma diagnosis, prognosis and
treatment; and second, it provides an array of potential
biomarkers and novel putative drug targets to attain this
individualisation. Careful dissection of melanoma into more
homogeneous subgroups may be essential for identification of
treatment benefits in specific subcategories of patient.
prognostic tissue biomarkers
The risk assessment of melanoma is based on AJCC melanoma
staging and is described in a separate article in this supplement.
It takes into account clinical variables, as well as tissue and
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serum biomarkers. Recent advances demonstrated some
progress in better understanding the biological significance of
tissue biomarkers.
biological significance of thickness measurement
The biological significance of melanoma thickness is still not
clear. In his original report in 1970, Alexander Breslow
considered both thickness and the cross-sectional tumour area
as equal prognostic variables reflecting the tumour burden. It
was a misleading view, since it later became clear that the
tumour burden of primary melanoma is not associated with
prognosis (for instance, large melanomas are not associated
with a poorer outcome than small melanomas with the same
thickness). In a large expression study of human primary
melanomas, it was found that 23 of 24 genes involved in
DNA repair have increased expression correlated with
thickness, as did all the examined genes associated with cell
cycle (8 genes), protein folding (10 genes), chromatin
remodelling (10 genes) and heat shock protein activity
(11 genes). In contrast, decreased expression with increasing
thickness of primary melanoma was observed for all examined
genes involved in serine-type endopeptidase inhibitor
activity (15 genes), cell adhesion (15 genes), cell–cell signalling
(8 genes) and transcription factor activity (33 of the 36 genes
examined) [5].
biological significance of melanoma ulceration
The biological significance of melanoma ulceration is almost
completely unknown. The adverse prognostic value of
ulceration in melanoma has two possible explanations. It may
be a consequence of an intrinsic biological attribute of the
tumour that favours its dissemination. Alternatively, ulceration
may directly favour dissemination of the tumour, for instance
by modifying the local environment. Among the intrinsic
properties of melanoma that may favour both ulceration and
dissemination are proliferative activity of the tumour and
overexpression of c-myc [6–8]. Proliferation of the tumour may
contact-erode epidermis and favour expansion of the tumour
burden. However, recent studies have demonstrated that
mitotic activity and tumour ulceration were independently
associated with prognosis in localised melanomas [9].
Therefore, it is unlikely that melanoma ulceration is only an
indicator of tumour proliferation. Studies of the interactions
between melanocytes and keratinocytes reinforce the hypothesis
that ulceration directly influences the local environment in
a way that may favour melanoma progression [10, 11]. These
studies indicate that ulceration may provide melanoma cells
with a very effective way to interrupt the keratinocyte-mediated
control that prevents melanocyte transformation.
In a recent study of dendritic cell (DC) maturation in the
sentinel lymph nodes (SLNs) draining melanoma, it was found
that the maximum mature DC density in the SLNs correlated
significantly and inversely with ulceration of the primary
melanoma (P = 0.0005) [12]. It is noteworthy to put this
finding parallel to a more pronounced impact of pegylated
interferon-a2b (PEG-IFN) on recurrence-free survival in
patients with ulcerated melanoma as compared with patients
with non-ulcerated melanoma [13]. Therefore, it can be
hypothesised that melanoma ulceration is an indicator of
decreased production of endogenous IFN-c that is somewhat
palliated by exogenous IFN. This hypothesis will be studied in
an EORTC trial comparing PEG-IFN with observation in
patients with ulcerated melanoma and/or low lymph node
burden.
biological significance of mitotic activity
Genes identified in a validated and reproducible signature
prognosticating metastases or death are mainly associated with
DNA replication or DNA repair. In DNA replication, genes of
two pathways are over-represented: replication origins firing
(ROF) genes and the separation of sister-chromatids by
securin [5, 14]. Melanomas with poor prognoses are
characterised by a global overexpression of ROF-related genes.
MCM4 and MCM6 expression is strongly correlated with
metastasis-free survival and overall survival [5]. This prognostic
value is maintained when age, sex, location of the primary
tumour, thickness and ulceration are introduced into the
multivariate model. The whole ROF system is locked by
geminin, which complexes with CDT1 and CDC6. When CDT1
and CDC6 are released, they can recruit MCMs at the
replication origins. When this interaction is altered, for
instance when BRCA1-IRIS relieves the geminin–CDC6
interaction, the helicase cascade becomes overactive and leads
to replication increase. Securin is encoded by the hPTTG gene,
which is among the top genes of prognostic signature.
Securin has three known activities: it blocks the sister-
chromatids separation in stabilising separase, it stimulates
angiogenesis and it decreases p53 transcription [15]. Securin
acts as an oncogene, and its expression is observed by
immunohistochemical staining in the vertical growth phase but
not in the radial growth phase of melanoma [16].
new prognostic tissue biomarkers
An explosion of molecular information over the years has
unveiled an array of candidate biomarkers for enhanced
prognosis and outcome prediction. More than 100 studies have
published experiments using DNA microarrays to investigate
the gene expression profiles found in melanoma. Most
expression studies designed to investigate the molecular
mechanisms associated with melanoma progression used
melanoma cell lines or metastatic tumour samples [17–21]. The
initial studies used small arrays and resulted in conflicting
results probably due to an insufficient number of replicates and
inadequate statistical stringency. Later larger studies finally
identified lists of genes that undergo significant and
reproducible up or down regulation in melanoma cells [22].
However, although in vitro experiments using cell lines are
powerful techniques, the results that emerge from these
studies should be viewed cautiously. All markers need
confirmation in independent data sets and verification in
clinically relevant settings. Even data from clinical studies
cannot be accepted before they are reproduced. Table 1
summarises a selection of attractive candidate biomarkers from
tissue microarrays that need confirmation from independent
data sets and/or prospectively collected data sets preferentially
from clinical trials.
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prognostic serum biomarkers
Lactate dehydrogenase. As early as in 1954, increased levels of
LDH were detected in serum of melanoma patients [30]; ever
since, the value of LDH as a tumour marker for malignant
melanoma has been discussed. LDH was reported to be an
indicator for liver metastases, with a respective sensitivity and
specificity of 95% and 83% in stage II patients, and 87% and
57% in stage III patients [31]. Patients with abnormal LDH
levels had a significantly decreased survival [32]. Taken
together, increasing evidence exists to demonstrate that LDH
is elevated in advanced disease, predominantly in cases with
liver metastases.
LDH might serve as a prognostic factor in late-stage
malignant melanoma. This has been discussed in a study where
LDH was evaluated in combination with other tumour markers
such as S100B and MIA [33] and identified, by multiple logistic
regression analysis, as the only statistically significant marker
for disease progression [33]. LDH has been included in the
AJCC staging system, and patients with distant metastases and
elevated LDH are considered stage IV M1c [34].
S100B. The best-studied melanoma biomarker is currently
S100B. First described in 1980 in cultured melanoma cells [35],
S100B has quickly become a well-established and widely
used immunohistochemical marker of pigmented skin lesions
[36–38]. In 1995, a first study was published evaluating the
clinical significance of serum S100B in melanoma [39]. The
study assessed 126 patients and found S100B-positive serum
from 1.3%, 8.7% and 73.9% of patients with stage I/II, III and
IV disease, respectively. Preliminary results of serial
measurements of serum S100B demonstrated that its rise was
associated with the progression of the disease, and a decline
indicated response to treatment.
In a subsequent study of 643 melanoma patients, overall
survival was strongly associated with serum concentrations of
S100B [40]. The observed death ratio was markedly increased
with increasing concentrations of S100B (P < 0.001). A five-
fold increase in relative hazard was indicated by a value of
S100B of >0.6 lg/l (P < 0.001), and when this cut-off level was
used, S100B had additional prognostic value independent of
clinical stage (P < 0.001). In other studies, baseline serum
S100B protein concentrations correlated with prognosis and
stage, rising concentrations of serum S100B indicated
progression of the disease and complete decline in serum S100B
concentrations reflected remission [41–43]. This was validated
in a study of 1339 serum samples from 412 melanoma
patients [44]. Statistically significant differences for stage I/II
compared with III, I/II compared with IV and III compared
with IV (P < 0.001) were observed. The estimated overall
survival time for patients with S100B values of <0.2 lg/l was
significantly longer (P < 0.001) compared with that for patients
with elevated S100B levels (‡0.2 lg/l); this result was
independent of disease stage (I–IV). Similarly, in another study
of 214 melanoma patients, rising concentrations of serum
S100B preceded the conventional detection of melanoma
progression by 5–23 weeks [45]. Analysis of S100B in 103
patients from phase II adjuvant IFN trial E2696 showed that
a concentration of ‡0.08 lg/l is an independent prognostic
marker for adverse relapse-free survival at baseline (HR = 1.96;
P = 0.0273) and at 1 year of follow-up (HR = 4.3; P < 0.001)
[46]. Preliminary multivariate data analysis adjusting for
significant prognosis factors (ulceration and lymph node
status) and treatment from 880 patients in phase III trial E1694
indicates that lower S100B concentrations (<0.15 lg/l) at
baseline and during follow-up are associated with significantly
better overall survival (J. M. Kirkwood, personal
communication).
Swiss and German guidelines recommend determination of
S100B in serum of patients with Breslow >1 mm lesions every
3–6 months [47–49]. Although determination of serum
biomarkers such as LDH and S100B may have a prognostic
value, it does not translate into an adequate therapeutic
intervention and survival benefit due to limited efficacy of
current treatment options in advanced melanomas.
Melanoma-inhibiting activity. Melanoma-inhibiting activity
(MIA) was identified in the early 1990s as a soluble 11 kDa
protein with growth-inhibiting activities secreted from
malignant melanoma cells [50–52]. The fact that it was strongly
expressed in malignant melanocytic tumours, but not in
benign human skin melanocytes or benign melanocytic nevi,
indicated that MIA may represent a novel tumour marker for
malignant melanoma [53]. The first study published on MIA
reported enhanced MIA serum concentrations in 13% and 23%
Table 1. Potential cutaneous melanoma biomarkers detected by
immunohistochemical analysis of tissue microarrays
Biomarker Observation Ref.
Hsp90 Increased expression in melanomas compared
with nevi and in metastatic compared with
primary tumours. Correlation with tumour
thickness and higher Clark level. No
association seen between high expression and
survival in the subsets of patients with primary
or metastatic tumours.
[23]
RGS1 Correlation with increased tumour thickness,
mitotic rate and vascular involvement;
reduced RFS and DSS.
[24]
Osteopontin Correlation with increased tumour thickness,
higher Clark level, mitotic index; reduced
RFS and DSS; predictive of SLN
metastasis and SLN burden.
[25]
HER3 Correlation with increased cell proliferation,
tumour progression; reduced survival.
[26]
ING4 Reduced levels associated with melanoma
thickness, ulceration and poor DSS and OS.
[27]
ING3 Reduced nuclear expression associated with
poor DSS; an independent prognostic
factor to predict patient outcome.
[28]
NCOA3 Increased levels predictive of SLN metastasis
and associated with poor RFS and DSS.
[29]
MCM4 Increased levels associated with poor DFS and OS. [5]
MCM6 Increased levels associated with poor DFS and OS. [5]
DFS, disease-free survival; DSS, disease-specific survival; IHC,
immunohistochemistry; OS, overall survival; RFS, relapse-free survival;
SLN, sentinel lymph node.
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of patients with stage I and II disease, respectively, and in 100%
of patients with stage III or IV disease. By analysing the serum
of 350 patients with a history of stage I or II melanoma
during each follow-up, development of MIA positivity was
detected in 32 patients [54]. By the time of the serum analysis,
15 of the MIA-positive patients had developed metastases, and
one was diagnosed with metastatic disease 6 months later. In
contrast, none of the patients with normal MIA serum
concentrations developed metastases during the follow-up
period of 6–12 months. A large German study of >830 blood
samples from 326 melanoma patients with 9.8 ng/ml cut-off of
MIA detected increased MIA concentrations in 5.6% of patients
at stage I/II but in 60% and 89.5% of patients at stage III
and IV, respectively [55]. Patients at stage III/IV with MIA
concentrations below the cut-off had been previously operated
on for metastatic disease or received irradiation or
chemotherapy before the analysis. None of these patients
developed further metastasis during follow-up, similar to
patients at stage I or II without increased MIA concentrations.
A significant rise in MIA concentration was associated with
metastasis detected at the time of analysis or after 2–6 months.
However, in a subsequent study that evaluated the
combination of S100B, MIA and LDH markers in 373
melanoma patients [284 patients with in situ, stage I and II
melanoma, and 89 patients with stage III or IV, International
Union Against Cancer (UICC) staging], MIA had lower
sensitivity compared with S100B, and lower specificity
compared with both S100B and LDH [56]. The investigators
concluded that S100B is a more reliable tumour marker than
MIA, albumin or LDH in peripheral blood of patients with
newly developed melanoma metastases. An additional study
assessed sensitivity and specificity of S100B and MIA in 96
patients with advanced melanoma and no evidence of disease
(NED), and in 86 patients with metastatic melanoma, and
found abnormal levels of S100B and MIA in 1.1% and 3.2% of
NED patients, respectively, and in 59.3% and 54.6% of
patients with active melanoma (P < 0.001), respectively [57].
Using both tumour markers simultaneously, the sensitivity
increased to 69.8% with specificity 96.8%. In a most recent
prospective study, four tumour markers—L-DOPA/tyrosine
ratio, S100B, MIA, LDH and their various
combinations—were evaluated in 170 stage I–IV melanoma
patients [58]. All markers except LDH were elevated in stage
IV compared with other stages. S100B and MIA highly
correlated, especially in stage IV (P < 0.001). The
combination of L-DOPA/tyrosine ratio with S100B displayed
the highest sensitivity/specificity (73%/70%) to confirm stage
III/IV or stage IV alone (69%/75%). However, only the
L-DOPA/tyrosine ratio significantly increased (P = 0.001)
during progression from stage I to III to higher stages. In
contrast, S100B, MIA and LDH, but not the L-DOPA/tyrosine
ratio, responded to progression towards death in stage IV.
All markers exhibited a prognostic value in deceased patients;
S100B and MIA were the best predictors for survival time by
Cox proportional-hazard regression. Some of these
discrepancies could be attributed to heterogeneity of the
patient groups, differences in test kits and differences in
diagnostic procedures employed for patient follow-up such as
lymph node ultrasound, CT and/or PET CT.
individual investigational serum biomarkers
Tumour-associated antigen 90 immune complex. Tumour-
associated antigen 90 immune complex (TA90IC) was
compared with MIA protein and S100B protein in stage III
melanoma patients undergoing adjuvant vaccine
immunotherapy [10]. The serum of 75 patients representing
three prognostic cohorts was analysed for the tumour markers
before initiation of immunotherapy and at six follow-up time
points. At least one marker became elevated before 41 of 51
(80%) recurrences. TA90IC was the earliest elevated marker in
29 (57%) recurrences. Multivariate regression analysis revealed
that TA90IC was an independent predictor of survival when
elevation occurred between 2 weeks and 3 months, whereas
MIA was an independent predictor appearing at 4–6 months.
In general, elevation of TA90IC preceded elevation of MIA in
patients who developed recurrence. Additional studies in
populations not receiving vaccines will further clarify the
clinical utility of these assays.
YKL-40. YKL-40 is a heparin- and chitin-binding lectin
secreted by activated neutrophils and macrophages during the
late stages of differentiation, and also by arthritic chondrocytes,
differentiated vascular smooth muscle cells and fibroblast-
like synovial cells. Elevated serum levels of YKL-40 are seen in
a number of non-malignant diseases characterised by
inflammation and remodelling of the extracellular matrix, and
were shown to be an independent prognostic factor for poor
survival in patients with cancer of the breast, colon, ovary,
kidney and lung.
In one study, YKL-40 was measured in serial serum samples
from 110 patients with metastatic melanoma obtained
immediately before and during treatment, and from 245
healthy subjects [59]. Pre-treatment serum levels of YKL-40 was
increased in 45% of the patients and correlated with the site of
metastases (P = 0.03) and poor performance status
(P = 0.002). Multivariate Cox analysis showed that serum YKL-
40 (P = 0.004) and serum LDH (P = 0.004) were independent
prognostic factors for survival. A combination variable of
elevated serum YKL-40 and LDH quadrupled the risk of early
death (P < 0.001) compared with that of patients with normal
levels of the markers. The combination of YKL-40 and LDH
had a stronger prognostic impact than the AJCC stage IV
classification. YKL-40 was also evaluated by the same
investigators in serial serum samples from 234 patients with
AJCC stage I and II melanoma collected at the time of diagnosis
and during routine median follow-up of 66 months [60].
Serum YKL-40 was an independent prognostic factor of
relapse-free survival (P = 0.03) and overall survival
(P = 0.002). The serum level of YKL-40 (dichotomised as
normal or elevated) at the time of diagnosis was also an
independent prognostic factor for overall survival (P = 0.001).
These findings should be validated in an independent study.
The use of serum YKL-40 has not received Food and Drug
Administration approval for use as a biomarker for cancer or
any other disease [61].
complex-signature serum biomarkers
Proteomic and bioinformatic approaches were shown to be able
to dissect the serum proteome and identify signature patient
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biomarkers indicative of cancers of different origin. A study of
serum samples from patients with stage I or IV melanoma
analysed by matrix-assisted laser desorption/ionisation time-of-
flight mass spectrometry (MALDI-ToF) utilising protein chip
technology and artificial neural networks (ANNs) correctly
identified the disease stage in 84 of 96 (88%) samples [62].
Forty-four of 55 (80%) stage III serum samples were correctly
assigned as progressors or non-progressors using random
sample cross-validation statistical methodologies. Twenty-three
of 28 (82%) stage III progressors were correctly identified by
MALDI-ToF combined with ANN, whereas only 6 of 28 could
be detected by using the S100B marker. These findings need
to be validated.
response-predictive biomarkers
Very few data are available concerning the predictive value of
biomarkers in response to melanoma therapy. Data from phase
III studies have pointed out the potential correlation between
melanoma ulceration and response to PEG-IFN [13], serum
LDH and response to oblimersen [63], auto-antibodies and
response to high-dose IFN [64].
A large number of clinical trials are evaluating several novel
therapeutic targets such as activated pathways. However, in
many cases, it is still unclear whether the presence of genetic
alteration predicts the final outcome of a therapeutic
intervention. In mucosal melanomas, an activating mutation
of c-kit seems to predict sensitivity to the kinase inhibitor
imatinib [65]. A recent report suggested that the most
common B-Raf mutation, V600E, is necessary for a
remission in treatment using the MEK kinase inhibitor
AZD6244 [66].
conclusion
After several years of investigation using high-throughput
technologies such as DNA and RNA microarrays that provide
thousands of data points within one experiment, it still needs to
be established whether these techniques are useful to identify
new tumour markers for melanoma progression, clinical
outcome and the selection of optimal treatment strategies [67].
However, these techniques have already enhanced the
discovery of new pathways associated with melanoma
progression.
Due to its high prognostic significance, coupled with its easy,
widely distributed detection methodology, serum LDH is the
only serum molecular marker that has been included in the
current melanoma AJCC staging system. Moreover, it serves as
a stratification parameter in clinical trials.
Careful research in the field of biomarkers in melanoma is
essential to achieve a proper therapeutically predictive
classification of human melanomas. Since the overall treatment
results are frustrating, major efforts are necessary to identify
patient populations that will profit from therapeutic
interventions.
conflict of interest
The authors declare no conflict of interest.
references
1. Gutman S, Kessler LG. The US Food and Drug Administration perspective on
cancer biomarker development. Nat Rev Cancer 2006; 6: 565–571.
2. Singh H, Sethi S, Raber M, Petersen LA. Errors in cancer diagnosis:
current understanding and future directions. J Clin Oncol 2007; 25:
5009–5018.
3. Pons M, Mancheno-Corvo P, Martin-Duque P, Quintanilla M. Molecular biology
of malignant melanoma. Adv Exp Med Biol 2008; 624: 252–264.
4. Lomas J, Martin-Duque P, Pons M, Quintanilla M. The genetics of malignant
melanoma. Front Biosci 2008; 13: 5071–5093.
5. Winnepenninckx V, Lazar V, Michiels S et al. Gene expression profiling of primary
cutaneous melanoma and clinical outcome. J Natl Cancer Inst 2006; 98:
472–482.
6. Kruper LL, Spitz FR, Czerniecki BJ et al. Predicting sentinel node status in AJCC
stage I/II primary cutaneous melanoma. Cancer 2006; 107: 2436–2445.
7. Pearl RA, Pacifico MD, Richman PI et al. Ki-67 expression in melanoma. A
potential method of risk assessment for the patient with a positive sentinel node.
J Exp Clin Cancer Res 2007; 26: 109–115.
8. Ross DA, Wilson GD. Expression of c-myc oncoprotein represents a new
prognostic marker in cutaneous melanoma. Br J Surg 1998; 85: 46–51.
9. Francken AB, Shaw HM, Thompson JF et al. The prognostic importance of tumor
mitotic rate confirmed in 1317 patients with primary cutaneous melanoma and
long follow-up. Ann Surg Oncol 2004; 11: 426–433.
10. Faries MB, Gupta RK, Ye X et al. A Comparison of 3 tumor markers (MIA,
TA90IC, S100B) in stage III melanoma patients. Cancer Invest 2007; 25:
285–293.
11. Haass NK, Smalley KS, Herlyn M. The role of altered cell-cell communication in
melanoma progression. J Mol Histol 2004; 35: 309–318.
12. Elliott B, Scolyer RA, Suciu S et al. Long-term protective effect of mature DC-
LAMP+ dendritic cell accumulation in sentinel lymph nodes containing
micrometastatic melanoma. Clin Cancer Res 2007; 13: 3825–3830.
13. Eggermont AM, Suciu S, Santinami M et al. Adjuvant therapy with pegylated
interferon alpha-2b versus observation alone in resected stage III melanoma:
final results of EORTC 18991, a randomised phase III trial. Lancet 2008; 372:
117–126.
14. Van den Oord JJ, Sarasin A, Winnepenninckx V, Spatz A. Expression profiling of
melanoma cell lines: in search of a progression-related molecular signature.
Future Oncol 2007; 3: 609–611.
15. Bernal JA, Hernandez A. p53 stabilization can be uncoupled from its role in
transcriptional activation by loss of PTTG1/securin. J Biochem 2007; 141:
737–745.
16. Winnepenninckx V, Debiec-Rychter M, Belien JA et al. Expression and possible
role of hPTTG1/securin in cutaneous malignant melanoma. Mod Pathol 2006;
19: 1170–1180.
17. Wang E, Miller LD, Ohnmacht GA et al. Prospective molecular profiling of
melanoma metastases suggests classifiers of immune responsiveness. Cancer
Res 2002; 62: 3581–3586.
18. de Wit NJ, Rijntjes J, Diepstra JH et al. Analysis of differential gene expression in
human melanocytic tumour lesions by custom made oligonucleotide arrays. Br
J Cancer 2005; 92: 2249–2261.
19. Busam KJ, Zhao H, Coit DG et al. Distinction of desmoplastic melanoma from
non-desmoplastic melanoma by gene expression profiling. J Invest Dermatol
2005; 124: 412–418.
20. Vogl A, Sartorius U, Vogt T et al. Gene expression profile changes between
melanoma metastases and their daughter cell lines: implication for vaccination
protocols. J Invest Dermatol 2005; 124: 401–404.
21. Haqq C, Nosrati M, Sudilovsky D et al. The gene expression signatures of
melanoma progression. Proc Natl Acad Sci USA 2005; 102: 6092–6097.
22. Hoek KS. DNA microarray analyses of melanoma gene expression. A decade in
the mines. Pigment Cell Res 2007; 20: 466–484.
23. McCarthy MM, Pick E, Kluger Y et al. HSP90 as a marker of progression in
melanoma. Ann Oncol 2008; 19: 590–594.
24. Rangel J, Nosrati M, Leong SP et al. Novel role for RGS1 in melanoma
progression. Am J Surg Pathol 2008; 32: 1207–1212.
Annals of Oncology
vi12 | Gogas et al. Volume 20 | Supplement 6 | August 2009
25. Rangel J, Nosrati M, Torabian S et al. Osteopontin as a molecular prognostic
marker for melanoma. Cancer 2008; 112: 144–150.
26. Reschke M, Mihic-Probst D, van der Horst EH. HER3 is a determinant for poor
prognosis in melanoma. Clin Cancer Res 2008; 14: 5188–5197.
27. Li J, Martinka M, Li G. Role of ING4 in human melanoma cell migration, invasion
and patient survival. Carcinogenesis 2008; 29: 1373–1379.
28. Wang Y, Dai DL, Martinka M, Li G. Prognostic significance of nuclear ING3
expression in human cutaneous melanoma. Clin Cancer Res 2007; 13: 4111–4116.
29. Rangel J, Torabian S, Shaikh L et al. Prognostic significance of nuclear receptor
coactivator-3 overexpression in primary cutaneous melanoma. J Clin Oncol
2006; 24: 4565–4569.
30. Hill BR, Levi C. Elevation of a serum component in neoplastic disease. Cancer
Res 1954; 14: 513–515.
31. Finck SJ, Giuliano AE, Morton DL. LDH and melanoma. Cancer 1983; 51:
840–843.
32. Campora E, Repetto L, Giuntini P et al. LDH in the follow-up of stage I malignant
melanoma. Eur J Cancer Clin Oncol 1988; 24: 277–278.
33. Deichmann M, Benner A, Bock M et al. S100-Beta, melanoma-inhibiting activity,
and lactate dehydrogenase discriminate progressive from nonprogressive
American Joint Committee on Cancer stage IV melanoma. J Clin Oncol 1999;
17: 1891–1896.
34. Balch CM, Buzaid AC, Soong SJ et al. Final version of the American Joint
Committee on Cancer staging system for cutaneous melanoma. J Clin Oncol
2001; 19: 3635–3648.
35. Gaynor R, Irie R, Morton D, Herschman HR. S100 protein is present in cultured
human malignant melanomas. Nature 1980; 286: 400–401.
36. Cochran AJ, Wen DR, Herschman HR, Gaynor RB. Detection of S-100 protein as
an aid to the identification of melanocytic tumors. Int J Cancer 1982; 30:
295–297.
37. Cochran AJ, Wen DR. S-100 protein as a marker for melanocytic and other
tumours. Pathology 1985; 17: 340–345.
38. Cochran AJ, Lu HF, Li PX et al. S-100 protein remains a practical marker for
melanocytic and other tumours. Melanoma Res 1993; 3: 325–330.
39. Guo HB, Stoffel-Wagner B, Bierwirth T et al. Clinical significance of serum S100
in metastatic malignant melanoma. Eur J Cancer 1995; 31A: 1898–1902.
40. von Schoultz E, Hansson LO, Djureen E et al. Prognostic value of serum analyses of
S-100 beta protein in malignant melanoma. Melanoma Res 1996; 6: 133–137.
41. Abraha HD, Fuller LC, Du Vivier AW et al. Serum S-100 protein: a potentially
useful prognostic marker in cutaneous melanoma. Br J Dermatol 1997; 137:
381–385.
42. Henze G, Dummer R, Joller-Jemelka HI et al. Serum S100—a marker for
disease monitoring in metastatic melanoma. Dermatology 1997; 194: 208–212.
43. Buer J, Probst M, Franzke A et al. Elevated serum levels of S100 and survival in
metastatic malignant melanoma. Br J Cancer 1997; 75: 1373–1376.
44. Hauschild A, Engel G, Brenner W et al. S100B protein detection in serum is
a significant prognostic factor in metastatic melanoma. Oncology 1999; 56:
338–344.
45. Jury CS, McAllister EJ, MacKie RM. Rising levels of serum S100 protein precede
other evidence of disease progression in patients with malignant melanoma. Br
J Dermatol 2000; 143: 269–274.
46. Stuckert JJ, Tarhini AA, Lee S et al. Interferon alfa-induced autoimmunity and
serum S100 levels as predictive and prognostic biomarkers in high-risk
melanoma in the ECOG-intergroup phase II trial E2696. 2007 ASCO Annual
Proceedings Part I. J Clin Oncol 2007; 25: Abstr 8506.
47. Dummer R, Panizzon R, Bloch PH, Burg G. Updated Swiss guidelines for the
treatment and follow-up of cutaneous melanoma. Dermatology 2005; 210:
39–44.
48. Garbe C, Hauschild A, Volkenandt M et al. Evidence and interdisciplinary
consense-based German guidelines: diagnosis and surveillance of melanoma.
Melanoma Res 2007; 17: 393–399.
49. Garbe C, Schadendorf D, Stolz W et al. Short German guidelines: malignant
melanoma. J Dtsch Dermatol Ges 2008; 6(suppl 1): S9–S14.
50. Bogdahn U, Apfel R, Hahn M et al. Autocrine tumor cell growth-inhibiting
activities from human malignant melanoma. Cancer Res 1989; 49: 5358–5363.
51. Apfel R, Lottspeich F, Hoppe J et al. Purification and analysis of growth
regulating proteins secreted by a human melanoma cell line. Melanoma Res
1992; 2: 327–336.
52. Blesch A, Bosserhoff AK, Apfel R et al. Cloning of a novel malignant melanoma-
derived growth-regulatory protein, MIA. Cancer Res 1994; 54: 5695–5701.
53. Bosserhoff AK, Hein R, Bogdahn U, Buettner R. Structure and promoter analysis
of the gene encoding the human melanoma-inhibiting protein MIA. J Biol Chem
1996; 271: 490–495.
54. Bosserhoff AK, Kaufmann M, Kaluza B et al. Melanoma-inhibiting activity, a novel
serum marker for progression of malignant melanoma. Cancer Res 1997; 57:
3149–3153.
55. Stahlecker J, Gauger A, Bosserhoff A et al. MIA as a reliable tumor marker in the
serum of patients with malignant melanoma. Anticancer Res 2000; 20:
5041–5044.
56. Krahn G, Kaskel P, Sander S et al. S100 beta is a more reliable tumor marker in
peripheral blood for patients with newly occurred melanoma metastases
compared with MIA, albumin and lactate-dehydrogenase. Anticancer Res 2001;
21: 1311–1316.
57. Auge JM, Molina R, Filella X et al. S-100beta and MIA in advanced melanoma in
relation to prognostic factors. Anticancer Res 2005; 25: 1779–1782.
58. Garnier JP, Letellier S, Cassinat B et al. Clinical value of combined determination
of plasma L-DOPA/tyrosine ratio, S100B, MIA and LDH in melanoma. Eur J
Cancer 2007; 43: 816–821.
59. Schmidt H, Johansen JS, Gehl J et al. Elevated serum level of YKL-40 is an
independent prognostic factor for poor survival in patients with metastatic
melanoma. Cancer 2006; 106: 1130–1139.
60. Schmidt H, Johansen JS, Sjoegren P et al. Serum YKL-40 predicts relapse-free
and overall survival in patients with American Joint Committee on Cancer stage
I and II melanoma. J Clin Oncol 2006; 24: 798–804.
61. Johansen JS, Jensen BV, Roslind A et al. Serum YKL-40, a new prognostic
biomarker in cancer patients? Cancer Epidemiol Biomarkers Prev 2006; 15:
194–202.
62. Mian S, Ugurel S, Parkinson E et al. Serum proteomic fingerprinting
discriminates between clinical stages and predicts disease progression in
melanoma patients. J Clin Oncol 2005; 23: 5088–5093.
63. Bedikian AY, Millward M, Pehamberger H et al. Bcl-2 antisense (oblimersen
sodium) plus dacarbazine in patients with advanced melanoma: the Oblimersen
Melanoma Study Group. J Clin Oncol 2006; 24: 4738–4745.
64. Gogas H, Ioannovich J, Dafni U et al. Prognostic significance of autoimmunity
during treatment of melanoma with interferon. N Engl J Med 2006; 354:
709–718.
65. Hodi FS, Friedlander P, Corless CL et al. Major response to imatinib mesylate in
KIT-mutated melanoma. J Clin Oncol 2008; 26: 2046–2051.
66. Dummer R, Robert C, Chapman PB et al. AZD6244 (ARRY-142886) vs
temozolomide (TMZ) in patients (pts) with advanced melanoma: An open-label,
randomized, multicenter, phase II study. 2008 ASCO Annual Meeting
Proceedings Part I. J Clin Oncol 2008; 26: Abstr 9033.
67. Utikal J, Schadendorf D, Ugurel S. Serologic and immunohistochemical
prognostic biomarkers of cutaneous malignancies. Arch Dermatol Res 2007;
298: 469–477.
Annals of Oncology
Volume 20 | Supplement 6 | August 2009 doi:10.1093/annonc/mdp251 | vi13
